After publication of our article, we found our estimates of population sizes used to infer mutation rates in Figure 2 had been miscalculated and the correct values for figure 2a,b and part of 2c are lower than those shown in the published article. Our conclusions from this section (that the mutator had the highest estimate for all three phages) are largely unchanged, however, the second sentence of §3c paragraph 3 in the Results section should now read: 'With T7, where the mutator reached higher densities than other genotypes, this generated a positive association between mutation rate and average final population density 
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